for amino acid sequences. HD6 and proHD6 are the oxidatively folded peptides with three S-S bonds. b Retention times determined by using analytical RP-HPLC on a C18
column and a gradient of 10-60% B over 30 min at 1 mL/min. c Free thiol content determined by using the DTDP assay (mean ± SDM, n ≥ 3). d Extinction coefficients at 280 nm were calculated by using the on-line resource ExPASy ProtParam. e n.d. = not determined. values, adjusted with a solvent density (ρ) of 0.99967 g/mL and a solvent viscosity (η) of 1.0061 cP. Viscosity units are in centipoise (cP) (1 poise = 1 gcm -1 s -1 ). Sedimentation coefficients are in svedbergs (1 svedberg = 100 fs = 1 x 10 -13 s). Diffusion coefficients correspond to the best-fit molecular mass in Fick units (1 Fick = 1 x 10 -7 cm 2 /s). HEPES has a solvent density (ρ) of 0.99901 g/mL and a solvent viscosity (η) of 1.0104 cP at 20 °C. Tris-HCl has a solvent density (ρ) of 0.99851 g/mL and a solvent viscosity (η) of 1.0037 cP at 20 °C. The solvent densities, viscosities, and the partial specific volume values of proHD6 monomer and dimer were predicted by SEDNTERP. His 6 -proHD5 HD6 proHD6 Figure S2 . Model for HD6 maturation and self-assembly. The proposed model where proteolysis of proHD6 by trypsin generates the HD6 monomer and triggers its self-assembly into fibrils (PDB ID: 1ZMQ). Figure S6 . Characterization of products from trypsin-catalyzed proteolysis of proHD6. Analytical HPLC trace of proHD6 (30 µM x 80 µL) incubated with 0.4 µM trypsin after 2 h (a 1:100 trypsin:proHD6 mass ratio in 100 mM Tris-HCl, 20 mM CaCl 2 , pH 8.0) The starting polypeptide proHD6, which elutes at 21.6 min, was completely hydrolysed. Absorbance at 220 nm was monitored with a reference wavelength of 500 nm. Method: 10-60% B over 30 min at 1 mL/min. The HPLC retention times, m/z values, and amino acid sequences of the four isolated products are summarized in the table. The amino acid sequence for HD6 is given in Figure 1 and Table  S1 . Scanning electron micrographs of E. coli ATCC 25922 treated with buffer only, 0.4 µM APMSFinactivated trypsin, 3 µM proHD6, 3 µM trypsin-cleaved proHD6, or 3 µM HD6 (50 mM Trismaleate pH 6.4). Trypsin-cleaved proHD6 was prepared prior to incubation with the bacteria and the residual enzymatic activity was inhibited by APMSF as described in the experimental section. Scale bar = 100 µm (left column), 20 µm (middle column), and 4 µm (right column). Dotted rectangles indicate field of view shown at higher magnifications. Figure S10 . SEM analysis of E. coli Nissle agglutination by trypsin-cleaved proHD6. Scanning electron micrographs of E. coli Nissle treated with buffer only, 0.4 µM APMSF-inactivated trypsin, 3 µM proHD6, 3 µM trypsin-cleaved proHD6, or 3 µM HD6 (50 mM Tris-maleate pH 6.4). Trypsin-cleaved proHD6 was prepared prior to incubation with the bacteria and the residual enzymatic activity was inhibited by APMSF as described in the experimental section. Scale bar = 100 µm (left column), 20 µm (middle column), and 4 µm (right column). Dotted rectangles indicate field of view shown at higher magnifications. Figure S11 . SEM analysis of Salmonella enterica serovar Typhimurium agglutination by trypsincleaved proHD6. Scanning electron micrographs of S. Typhimurium treated with buffer only, 0.4 µM APMSF-inactivated trypsin, 3 µM proHD6, 3 µM trypsin-cleaved proHD6, or 3 µM HD6 (50 mM Tris-maleate, pH 6.4). Trypsin-cleaved proHD6 was prepared prior to incubation with the bacteria and the residual enzymatic activity was inhibited by APMSF as described in the experimental section. Scale bar = 100 µm (left column), 20 µm (middle column), and 4 µm (right column). Dotted rectangles indicate field of view shown at higher magnifications. Figure S12 . SEM analysis of Listeria agglutination by trypsin-cleaved proHD6. Scanning electron micrographs of L. monocytogenes treated with buffer only, 0.4 µM APMSF-inactivated trypsin, 3 µM proHD6, 3 µM trypsin-cleaved proHD6, or 3 µM HD6 (50 mM Tris-maleate pH 6.4). Trypsin-cleaved proHD6 was prepared prior to incubation with the bacteria and the residual enzymatic activity was inhibited by APMSF as described in the experimental section. Scale bar = 100 µm (left column), 20 µm (middle column), and 4 µm (right column). Dotted rectangles indicate field of view shown at higher magnifications. Table S4 . Figure S15 . Sedimentation equilibrium analysis of proHD6. Representative sedimentation equilibrium profiles of proHD6 in 10 mM sodium phosphate buffer, pH 7.4 at high (a), medium (b), and low (c) concentrations. Best fits (black lines) of raw UV absorbance at 280 nm at rotor speeds of 30 000 (red), 36 000 (blue), and 42 000 (green) rpm. The fits and calculated molecular weights are summarized in Table S5 . 
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